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SEQUENCE LISTING 



<110> Andrew, David P. 
Zabel, Brian A. 
Ponath, Paul D. 

<12 0> ANTI-GPR-9-6 ANTIBODIES AND METHODS OF 
IDENTIFYING MODULATORS OF GPR-9-6 FUNCTION 



<130> 1855.1064-003 

<140> US 09/522,752 

<141> 2000-03-10 

<150> US 09/266,464 

<151> 1999-03-11 

<160> 15 

<170> FastSEQ for Windows Version 4.0 

<210> 1 

<211> 2577 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (58) . . . (1131) 

<400> 1 

aatattttcc ttgacctaat gccatcttgt gtccccttgc agagccctat tcctaac atg 60 



Met 
1 



get gat gae tat gge tet gaa tee aca tct tec atg gaa gac tac gtt 
Ala Asp Asp Tyr Gly Ser Glu Ser Thr Ser Ser Met Glu Asp Tyr Val 
5 10 15 



108 



aac tte aac tte act gac ttc tac tgt gag aaa aac aat gtc agg cag 
Asn Phe Asn Phe Thr Asp Phe Tyr Cys Glu Lys Asn Asn Val Arg Gin 
20 25 30 



156 



ttt gcg age cat ttc etc cea cec ttg tac tgg etc gtg ttc ate gtg 
Phe Ala Ser His Phe Leu Pro Pro Leu Tyr Trp Leu Val Phe lie Val 
35 40 45 



204 



ggt gee ttg ggc aac agt ett gtt ate ctt gtc tac tgg tac tge aca 
Gly Ala Leu Gly Asn Ser Leu Val He Leu Val Tyr Trp Tyr Cys Thr 
50 55 60 65 



252 



aga gtg aag ace atg ace gac atg ttc ctt ttg aat ttg gea att get 
Arg Val Lys Thr Met Thr Asp Met Phe Leu Leu Asn Leu Ala He Ala 
70 75 80 



300 
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gac etc etc ttt ctt gtc act ctt ccc ttc tgg gcc att get get get 348 
Asp Leu Leu Phe Leu Val Thr Leu Pro Phe Trp Ala lie Ala Ala Ala 
85 90 95 

gac cag tgg aag ttc cag acc ttc atg tgc aag gtg gtc aac age atg 396 
Asp Gin Trp Lys Phe Gin Thr Phe Met Cys Lys Val Val Asn Ser Met 
100 105 110 

tac aag atg aac ttc tac age tgt gtg ttg ctg ate atg tgc ate age 444 
Tyr Lys Met Asn Phe Tyr Ser Cys Val Leu Leu lie Met Cys lie Ser 
115 120 125 

gtg gac agg tac att gee att gee cag gcc atg aga gea cat act tgg 492 
Val Asp Arg Tyr He Ala He Ala Gin Ala Met Arg Ala His Thr Trp 
130 135 140 145 

agg gag aaa agg ctt ttg tac age aaa atg gtt tgc ttt ace ate tgg 54 0 

Arg Glu Lys Arg Leu Leu Tyr Ser Lys Met Val Cys Phe Thr He Trp 
150 155 160 

gta ttg gca get get etc tgc ate cea gaa ate tta tac age eaa ate 588 
Val Leu Ala Ala Ala Leu Cys He Pro Glu He Leu Tyr Ser Gin He 
165 170 175 

aag gag gaa tec ggc att get ate tgc acc atg gtt tac cct age gat 63 6 

Lys Glu Glu Ser Gly He Ala He Cys Thr Met Val Tyr Pro Ser Asp 
180 185 190 

gag age ace aaa ctg aag tea get gtc ttg ace ctg aag gtc att ctg 684 
Glu Ser Thr Lys Leu Lys Ser Ala Val Leu Thr Leu Lys Val He Leu 
195 200 205 

ggg ttc ttc ctt ccc ttc gtg gtc atg .get tgc tgc tat acc ate ate 732 
Gly Phe Phe Leu Pro Phe Val Val Met Ala Cys Cys Tyr Thr He He 
210 215 220 225 

att cac ace ctg ata caa gee aag aag tct tee aag cac aaa gcc eta 780 
He His Thr Leu He Gin Ala Lys Lys Ser Ser Lys His Lys Ala Leu 
230 235 240 

aaa gtg ace ate act gtc ctg acc gtc ttt gtc ttg tct cag ttt ccc 82 8 

Lys Val Thr He Thr Val Leu Thr Val Phe Val Leu Ser Gin Phe Pro 
245 250 255 

tac aac tgc att ttg ttg gtg cag ace att gac gcc tat gcc atg ttc 876 
Tyr Asn Cys He Leu Leu Val Gin Thr He Asp Ala Tyr Ala Met Phe 
260 265 270 

ate tec aac tgt gcc gtt tee ace aac att gac ate tgc ttc cag gtc 924 
He Ser Asn Cys Ala Val Ser Thr Asn He Asp He Cys Phe Gin Val 
275 280 285 

ace cag ace ate gcc ttc ttc cac agt tgc ctg aac cct gtt etc tat 972 
Thr Gin Thr He Ala Phe Phe His Ser Cys Leu Asn Pro Val Leu Tyr 
290 295 300 305 
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gtt ttt gtg ggt gag aga ttc cgc egg gat etc gtg aaa acc ctg aag 
Val Phe Val Gly Glu Arg Phe Arg Arg Asp Leu Val Lys Thr Leu Lys 
310 315 320 



1020 



aac ttg ggt tgc ate age cag gcc cag tgg gtt tea ttt aea agg aga 
Asn Leu Gly Cys lie Ser Gin Ala Gin Trp Val Ser Phe Thr Arg Arg 
325 330 335 



1068 



gag gga age ttg aag etg teg tct atg ttg etg gag aca aee tea gga 
Glu Gly Ser Leu Lys Leu Ser Ser Met Leu Leu Glu Thr Thr Ser Gly 
340 345 350 



1116 



gea etc tec etc tga ggggtettct ctgaggtgea tggttetttt ggaagaaatg 
Ala Leu Ser Leu * 
355 



1171 



agaaatacat 
actcagaaag 
atatttcaaa 
cgcaattcte 
ceggagcate 
ettetgtggc 
etgetacaga 
accctgetet 
teeaggeaat 
ggtccttgtt 
accacaccca 
aggttttaac 
ggeetgagca 
ggcttgttct 

gggctggttc 
gcagatatgg 
tatttaettc 
aettagagat 
ttettateat 
gctttttaat 
ttttaagtgt 
aggtagtgag 
tacttcectg 
gcaataggga 



gaaaeagttt 
ggatgaatet 
ateaaetgac 
aaaggaggae 
aatgecgetg 
ttcagttcte 
ccgeaaaage 
tgageetgat 
eteagaeeta 
etgattttga 
eaaggeatcc 
etagaeaagg 
gggagattat 
gttgagtgge 
ttttggeeet 
gcageageea 
catgettete 
taggetgaaa 
gatttggcaa 
gtgtatatga 
gtgeaattaa 
etatcteaat 
ettctcteta 
taaggaaata 



ceeeaetgat 
gaaetatatg 
tagtgeagga 
taaggaecgg 
ectctggagg 
atgctgcctc 
agaaagtttc 
aaeeeatgee 
atttecttct 
aaegatetge 
aaagtetgtt 
attccgetta 
aacagctggg 
aettgctttg 
ettctttctg 
ggtagggcaa 
ettttcttac 
aaaataagta 
aatgeateae 
ageattaatt 
agateaaata 
eggattgttc 
etgeaattga 
agatet 



gggaecagag 
attaettgta 
ggetgttgat 
eaetgtggag 
ageeettgga 
tteeaaaagg 
gtgaaaatgt 
aggtcttata 
gtteteettg 
aggtcttgee 
ggettccaat 
tteettggta 
ttegeaggag 
ggteeaeegt 
aggeeeaett 
S999gtgaag 
tetatagtgg 
atggaattca 
ctttgaaaat 
acttgteaet 
gataeattaa 
aeaeteagtt 
etagtcttta 



agagtgaaag 
gteagaattt 
tggetettga 
eaeeetgget 
tttteteeat 
ggaeaeagaa 
ccatetttgg 
gatteetgat 
ttetgttetg 
agtgaacecc 
eeatttetgt 
tggtgaeagt 
ceageettgg 
ctgtctgcte 
tattetgagg 
cgcaggeett 
caacatttta 
cctttgeate 
atttcacata 
ttetttaccc 
gagtgtgaag 
aeagattgaa 
aaaaaaagtg 



agaaaagaaa 
gccaaagcaa 
ctgtgatgcc 
ttgccaeteg 
gcactgtgaa 
geactggctg 
gaaattttct 
etagaaeett 
ggccagtgaa 
tggaeaaetg 
gtcctgetgg 
gtctctccat 
cectgttgta 
eetagaaaat 
aataeagtga 
getggaagge 
aaagetttta 
ttttgtgtct 
ttggaaaagt 
tgteteaata 
getggtetga 
etcettgtte 
tgaagagtaa 



1231 
1291 
1351 
1411 
1471 
1531 
1591 
1651 
1711 
1771 
1831 
1891 
1951 
2011 
2071 
2131 
2191 
2251 
2311 
2371 
2431 
2491 
2551 
2577 



<210> 2 
<211> 357 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Ala Asp Asp Tyr Gly Ser Glu Ser Thr Ser Ser Met Glu Asp Tyr 

1 5 10 . 15 

Val Asn Phe Asn Phe Thr Asp Phe Tyr Cys Glu Lys Asn Asn Val Arg 

20 25 30 

Gin Phe Ala Ser His Phe Leu Pro Pro Leu Tyr Trp Leu Val Phe lie 

35 40 45 

Val Gly Ala Leu Gly Asn Ser Leu Val lie Leu Val Tyr Trp Tyr Cys 

50 55 60 

Thr Arg Val Lys Thr Met Thr Asp Met Phe Leu Leu Asn Leu Ala He 
65 70 75 80 

Ala Asp Leu Leu Phe Leu Val Thr Leu Pro Phe Trp Ala He Ala Ala 
85 90 95 
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Ala 


Asp 


Gin 


Trp 


Lys 


Phe 


Gin 


Thr 


Phe 


Met 


Cys 


Lys 


Val 


Val 


Asn 


Ser 








100 










105 










110 






Met 


Tyr 


Lys 


Met 


Asn 


Phe 


Tyr 


Ser 


Cys 


Val 


Leu 


Leu 


He 


Met 


Cys 


He 






115 










120 










125 








Ser 


Val 


Asp 


Arg 


Tyr 


He 


Ala 


He 


Ala 


Gin 


Ala 


Met 


Arg 


Ala 


His 


Thr 




130 










135 










14 0 










Trp 


Arg 


Glu 


Lys 


Arg 


Leu 


Leu 


Tyr 


Ser 


Lys 


Met 


Val 


Cys 


Phe 


Thr 


He 


145 










150 










155 










160 


Trp 


Val 


Leu 


Ala 


Ala 


Ala 


Leu 


Cys 


He 


Pro 


Glu 


He 


Leu 


Tyr 


Ser 


Gin 








165 










170 










175 




He 


Lys 


Glu 


Glu 


Ser 


Gly 


He 


Ala 


He 


Cys 


Thr 


Met 


Val 


Tyr 


Pro 


Ser 






180 










185 










190 






Asp 


Glu 


Ser 


Thr 


Lys 


Leu 


Lys 


Ser 


Ala 


Val 


Leu 


Thr 


Leu 


Lys 


Val 


He 




195 










200 










205 








Leu Gly 


Phe 


Phe 


Leu 


Pro 


Phe 


Val 


Val 


Met 


Ala 


Cys 


Cys 


Tyr 


Thr 


He 




210 










215 










220 










He 


He 


His 


Thr 


Leu 


He 


Gin 


Ala 


Lys 


Lys 


Ser 


Ser 


Lys 


His 


Lys 


Ala 


225 










230 










235 










240 


Leu 


Lys 


Val 


Thr 


He 


Thr 


Val 


Leu 


Thr 


Val 


Phe 


Val 


Leu 


Ser 


Gin 


Phe 








245 










250 










255 




Pro 


Tyr 


Asn 


Cys 


He 


Leu 


Leu 


Val 


Gin 


Thr 


He 


Asp 


Ala 


Tyr 


Ala 


Met 








260 










265 










270 






Phe 


He 


Ser 


Asn 


Cys 


Ala 


Val 


Ser 


Thr 


Asn 


He 


Asp 


He 


Cys 


Phe 


Gin 






275 










280 










285 








Val 


Thr 


Gin 


Thr 


He 


Ala 


Phe 


Phe 


His 


Ser 


Cys 


Leu 


Asn 


Pro 


Val 


Leu 




290 










295 










300 










Tyr 


Val 


Phe 


Val 


Gly 


Glu 


Arg 


Phe 


Arg Arg 


Asp 


Leu 


Val 


Lys 


Thr 


Leu 


305 










310 










315 










320 


Lys 


Asn 


Leu 


Gly 


Cys 


He 


Ser 


Gin 


Ala 


Gin 


Trp 


Val 


Ser 


Phe 


Thr 


Arg 








325 










330 










335 




Arg 


Glu 


Gly 


Ser 


Leu 


Lys 


Leu 


Ser 


Ser 


Met 


Leu 


Leu 


Glu 


Thr 


Thr 


Ser 




340 










345 










350 






Gly Ala 


Leu 


Ser 


Leu 




























355 





























<210> 3 

<211> 26 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> NH2-Terminal Peptide of Human GPR-9-6 



<400> 3 

Met Ala Asp Asp Tyr Gly Ser Glu Ser Thr Ser Ser Met Glu Asp Tyr 

15 10 15 

Val Asn Phe Asn Phe Thr Asp Phe Tyr Cys 
20 25 

<210> 4 
<211> 35 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer 



1^ 
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<400> 4 

tcgaagggat ccctaacatg gctgatgact atggc 35 

<210> 5 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer 



<400> 5 

aagaagtcta gaacccctca gagggagagt gctcc 35 

<210> 6 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer 



<400> 6 

tcgaagaagc ttatgaacct gtggctcctg 30 

<210> 7 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer 



<400> 7 

aagaagtcta gatcacagtc ctgaattagc 



30 



<210> 8 

<211> 879 

<212> DNA 

<213> Homo sapiens 



<400> 8 

atgaacctgt 

gtccacaccc 

gctgtgctcc 

cctgctgcga 

agggaggtgc 

caccacaaca 

aactccaagt 

tccctcctga 

acaggagggg 

cgcctctgtc 



ggctcctggc 
aaggtgtctt 
ggcgcgcctg 
tattctacct 
agagagccat 
ygcagacctt 
tatcatcatc 
tatcagctaa 
ccggatcttt 
ttttgggtca 



ctgcctggtg 
tgaggactgc 
gacttaccgg 
ccccaagaga 
gaagctcctg 
ccaagcaggc 
caagtttagc 
ttcaggactg 
ctccgataaa 
agtcttaatc 



gccggcttcc 
tgcctggcct 
atccaggagg 
cacaggaagg 
gatgctcgaa 
cctcatgctg 
aatcccatca 
tgagccggct 
accgtcgccc 
cctgcacctg 



tgggagcctg 
accactaccc 
tgagcgggag 
tgtgtgggaa 
ataaggtttt 
taaagaagtt 
gcagcagcaa 
catttctggg 
tacagaccca 
agttggtcct 



ggcccccgct 
cattgggtgg 
ctgcaatctg 
ccccaaaagc 
tgcaaagctc 
gagttctgga 
gaggaatgtc 
ctccatcggc 
gctgtcccca 
ccctctgcac 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
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ccccaccacc tcctgcccgt ctggcaactg gaaagaagga gttggcctga ttttaacctt 660 

ttgccgctcc ggggaacagc acaatcctgg gcagccagtg gctcttgtag agaaaactta 72 0 

ggatacctct ctcactttct gtttcttgcc gtccaccccg ggccatgcca gtgtgtcctc 780 

tgggtcccct ccaaaaatct ggtcattcaa ggatcccctc ccaaggctat gcttttctat 840 



aacttttaaa taaaccttgg ggggtgaatg gaataaaaa 



879 



<210> 9 

<211> 150 

<212> PRT 

<213> Homo Sapiens 



<220> 

<221> VARIANT 

<222> (104) . . . (104) 

<223> Xaa= Met or Thr 



<400> 9 



Met 


Asn 


Leu 


Trp 


Leu 


Leu 


Ala 


Cys 


1 








5 








Trp 


Ala 


Pro 


Ala 


Val 


His 


Thr 


Gin 








20 










Ala 


Tyr 


His 


Tyr 


Pro 


He 


Gly 


Trp 






35 










40 


Tyr 


Arg 


He 


Gin 


Glu 


Val 


Ser 


Gly 




50 










55 




Phe 


Tyr 


Leu 


Pro 


Lys 


Arg 


His 


Arg 


65 










70 






Arg 


Glu 


Val 


Gin Arg Ala 


Met 


Lys 










85 








Phe 


Ala 


Lys 


Leu 


His 


His 


Asn 


Xaa 








100 










Ala 


Val 


Lys 


Lys 


Leu 


Ser 


Ser 


Gly 






115 










120 


Phe 


Ser 


Asn 


Pro 


He 


Ser 


Ser 


Ser 




130 










135 




Ser 


Ala 


Asn 


Ser Gly Leu 






145 










150 







Leu 


Val 


Ala Gly Phe 


Leu Gly Ala 




10 








15 




Gly 


Val 


Phe Glu Asp 


Cys 


Cys 


Leu 


25 








30 






Ala 


Val 


Leu 


Arg Arg 


Ala 


Trp 


Thr 








45 








Ser 


Cys 


Asn 


Leu Pro 


Ala 


Ala 


He 








60 








Lys 


Val 


Cys 


Gly Asn 


Pro 


Lys 


Ser 






75 








80 


Leu 


Leu 


Asp 


Ala Arg 


Asn 


Lys 


Val 




90 








95 




Gin 


Thr 


Phe 


Gin Ala Gly 


Pro 


His 


105 








110 






Asn 


Ser 


Lys 


Leu Ser 


Ser 


Ser 


Lys 








125 








Lys 


Arg 


Asn 


Val Ser 


Leu 


Leu 


He 



140 



<210> 10 

<211> 876 

<212> DNA 

<213> Homo sapiens 



<400> 10 

atgaacctgt ggctcctggc ctgcctggtg gccggcttcc tgggagcctg ggcccccgct 60 

gtccacaccc aaggtgtctt tgaggactgc tgcctggcct accactaccc cattgggtgg 12 0 

gctgtgctcc ggcgcgcctg gacttaccgg atccaggagg tgagcgggag ctgcaatctg 180 



cctgctgcga 
agggaggtgc 
caccacaaca 
tccaagttat 
ctcctgatat 
ggaggggccg 
ctctgtcttt 
caccacctcc 
ccgctccggg 
tacctctctc 



tattctacct 
agagagccat 
ygcagacctt 
catcatccaa 
cagctaattc 
gatctttctc 
tgggtcaagt 
tgcccgtctg 
gaacagcaca 
actttctgtt 



ccccaagaga 
gaagctcctg 
ccaaggccct 
gtttagcaat 
aggactgtga 
cgataaaacc 
cttaatccct 
gcaactggaa 
atcctgggca 
tcttgccgtc 



cacaggaagg 
gatgctcgaa 
catgctgtaa 
cccatcagca 
gccggctcat 
gtcgccctac 
gcacctgagt 
agaaggagtt 
gccagtggct 
caccccgggc 



tgtgtgggaa 
ataaggtttt 
agaagttgag 
gcagcaagag 
ttctgggctc 
agacccagct 
tggtcctccc 
ggcctgattt 
cttgtagaga 
catgccagtg 



ccccaaaagc 
tgcaaagctc 
ttctggaaac 
gaatgtctcc 
catcggcaca 
gtccccacgc 
tctgcacccc 
taaccttttg 
aaacttagga 
tgtcctctgg 



240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
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gtcccctcca aaaatctggt cattcaagga tcccctccca aggctatgct tttctataac 840 
ttttaaataa accttggggg gtgaatggaa taaaaa 876 

<210> 11 
<211> 149 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> VARIANT 
<222> (104) . . . (104) 
<223> Xaa= Met or Thr 

<400> 11 



Met 


Asn 


Leu 


Trp 


Leu 


Leu 


Ala 


Cys 


Leu 


Val 


Ala Gly Phe 


Leu 


Gly Ala 


1 








5 










10 








15 




Trp 


Ala 


Pro 


Ala 


Val 


His 


Thr 


Gin 


Gly 


Val 


Phe 


Glu Asp 


Cys 


Cys 


Leu 








20 










25 








30 






Ala 


Tyr 


His 


Tyr 


Pro 


He 


Gly 


Trp 


Ala 


Val 


Leu 


Arg Arg 


Ala 


Trp 


Thr 






35 










40 








45 








Tyr 


Arg 


lie 


Gin 


Glu 


Val 


Ser 


Gly 


Ser 


Cys 


Asn 


Leu Pro 


Ala 


Ala 


He 




50 










55 










60 








Phe 


Tyr 


Leu 


Pro 


Lys 


Arg 


His 


Arg 


Lys 


Val 


Cys 


Gly Asn 


Pro 


Lys 


Ser 


65 










70 










75 








80 


Arg 


Glu 


Val 


Gin 


Arg 


Ala 


Met 


Lys 


Leu 


Leu 


Asp 


Ala Arg 


Asn 


Lys 


Val 










85 










90 








95 




Phe 


Ala 


Lys 


Leu 


His 


His 


Asn 


Xaa 


Gin 


Thr 


Phe 


Gin Gly 


Pro 


His 


Ala 








100 










105 








110 






Val 


Lys 


Lys 


Leu 


Ser 


Ser 


Gly 


Asn 


Ser 


Lys 


Leu 


Ser Ser 


Ser 


Lys 


Phe 






115 










120 








125 








Ser 


Asn 


Pro 


He 


Ser 


Ser 


Ser 


Lys 


Arg 


Asn 


Val 


Ser Leu 


Leu 


He 


Ser 




130 










135 










140 








Ala 


Asn 


Ser 


Gly 


Leu 























145 

<210> 12 

<211> 32 

<212> DMA 

<213> Artificial Sequence 
<220> 

<223> Synthetic oligonucleotide primer 

<400> 12 

taaggatccg caaggtgcct ttgaagactg ct 32 

<210> 13 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic oligonucleotide primer 

<400> 13 

caagaattct taattgttct ttctgggcat 3 0 



<210> 14 
<211> 40 
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<212> DNA 

<2i3> Artificial Sequence 
<220> 

<223> Synthetic oligonucleotide primer 
<400> 14 

aattaaccct cactaaaggg aactgtggct ttttgcctg 

<210> 15 
<211> 40 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic oligonucleotide primer 
<400> 15 

taatacgact cactataggg tgttggtctt tctgggcat 



